A lazy data mining approach for protein classification.
In this work, we propose a new computational technique to solve the protein classification problem. The goal is to predict the functional family of novel protein sequences based on their motif composition. In order to improve the results obtained with other known approaches, we propose a new data mining technique for protein classification based on Bayes' theorem, called highest subset probability (HiSP). To evaluate our proposal, datasets extracted from Prosite, a curated protein family database, are used as experimental datasets. The computational results have shown that the proposed method outperforms other known methods for all tested datasets and looks very promising for problems with characteristics similar to the problem addressed here. In addition, our experiments suggest that HiSP performs well on highly imbalanced datasets.